ABSTRACT To provide a better understanding of the diversity of Salmonella enterica, we report the assembled genome sequences of 23 Salmonella enterica strains isolated from fecal samples of cattle in Nigeria comprising 21 different Salmonella serovars.
silico MLST analysis shows that each genome belongs to different sequencing types (STs), and 12 of them have not been previously reported. AMR genes were predicted in 6 out of 23 strains, including those encoding chloramphenicol, quinolone, tetracycline, and fosfomycin resistance. Up to seven SPIs were detected in these genomes, including SPI-1, SPI-2, and SPI-4, which encode a predicted type III and type I secretion system. Analysis of these genomes will offer a better understanding of the genomic events responsible for AMR, disease transmission, and pathogenicity of Salmonella enterica. Accession number(s). The draft genome sequences reported here have been deposited in DDBJ/EMBL/GenBank under BioProject PRJNA186035. GenBank accession numbers are listed in Table 1 .
